. Jackknife-supported weighted UniFrac tree for 16S rRNA gene-based granule community in (A) reactor E, (B) reactor F, and (C) reactor U1. GSA, GSB, and GSC indicate the granule diameter as 1-2 mm, 2-3 mm, and 3-4 mm, respectively. For this analysis, 16S rRNA sequence reads were normalized to 18,000 reads per sample. The solid circle, open circle, and open squera indicate the Jackknife-supported probabilities at >75%, >50%, and >25%, respectively.
Figure B.
Phylogenetic tree representing predominant OTUs in PTA-wastewater treatment UASB reactor using the neighbor-joining and parsimony methods based on 16S rRNA gene sequences. The solid circle, open circle, and open squera indicate the bootstrap-supported probabilities at >90%, >75%, and >50%, respectively. Circle colors of OTU frequency indicate the OTUs existence patterns such as core OTU in PTA wastewater treatment (red), core in full-scale (green), core in lab-scale (yellow), and others (blue).
Figure C.
Abundance of predominant OTUs in (A) reactors E, (B) reactor F, and (C) reactor U1 with different sized granules using bubble plots. GSA, GSB, and GSC show the granule diameter as 1-2 mm, 2-3 mm, and 3-4 mm, respectively. Circle sizes correspond to abundance rate, as shown at the bottom of the figure. Asterisk indicates Pelotomaculum OTU, which is not core organism in this study. E. Jackknife-supported Principal coordinate analysis plots with weighted UniFrac in reactor F. GSA, GSB, and GSC indicate small (1-2 mm), medium (2-3 mm), large (3-4 mm), respectively. For these analyses, 16S rRNA sequence reads were normalized to 18,000 reads per sample. "Cluster" of each granule type is supported by Jackknife-supported weighted UniFrac tree ( Figure A) . No overlap between granule Fd and Fc are observed in the PCA plots. 
